Genes inside the CNV

Ermp1/Kiaa2026
Milana Sic16a13 Kiaa2026 (3') Ermp1 (5') Fusion
5 15= 40- . 0= = 1 -
g 0= " 4 iy - !
§‘ . 0= 1 a5 .
P 0 . - L]
§ o5 * : . 20 . 2% .
% - B 10- = - . " N —+
£ P LT} .
S O
NA DA HA1HA2 NA DA HA1HA2 NA DA HA1HA2 NA DA HA1HA2 NA DA HA1HA2
B Genes outside the CNV
Ric1 Kiaa2026 (5') Ermp1 (3')
§ 25- . 20- ~+ 20-
ﬁ o0l . > 1 .
° . 10- » " . 10- 8 s 0
D oomw * < 1
N 0.5= *
05= - .
g 00= T T T T 00« T T T T 00= T t t T
NA DA HATHA2 NA DA HA1THA2 NA DA HATHA2
C Melanocyte-related genes
Sox10 Mitf Mcir Tyrp1 Tyr Pmel
S 15= 3 1.6= 1 )=
»
8 . * . 15-
g_ 1.0 . 0 . . . = 10= » 10= »
4 F . ] 4 . 10= ®
E 05 g - . 0.5= 0.5= |
= . . H 05= ® +
£ 1 . 1
S 0.0 e, el e 0.0 e, O 0.0 e S 0.0 e 0.0 b e .
= NA DA HA1 HA2 NA DA HATHA2 NA DA HA1 HA2 NA DA HA1 HA2 NA DA HA1HA2 NA DA HATHA2

S5 Figure. Second homozygous Almond male has a similar expression profile to original
homozygous Almond assayed in Figure 5. Dot plots show results of qRT-PCR assays of gene
expression of genes in the Almond CNV region and pigmentation genes assayed as part of the
original experiment in Figure 5. (A) Genes inside the CNV. (B) Genes outside the CNV. (C)
Melanocyte-related genes. In order to complement gene expression data from the original
experiment, QRT-PCR expression assays were re-run on a pair of regenerating feather bud
samples from the following phenotypes: non-Almond (NA), dark Almond (DA), the original
homozygous Almond for this study (HA1), and a recently obtained homozygous Almond (HA2).
T-tests showed that the two homozygous Almonds were not statistically different.



